A Computational Protocol for Detecting Somatic Mutations by Integrating DNA and RNA Sequencing.
Somatic mutation detection is a fundamental component of cancer genome research and of the molecular diagnosis of patients' tumors. Traditionally, such efforts have focused on either DNA exome or whole genome sequencing; however, we recently have demonstrated that integrating multiple sequencing technologies provides increased statistical power to detect mutations, particularly in low-purity tumors upon the addition of RNA sequencing to DNA exome sequencing. The computational protocol described here enables an investigator to detect somatic mutations through integrating DNA and RNA sequencing from patient-matched tumor DNA, tumor RNA, and germline specimens via the open source software, UNCeqR.